. Species tree for TWO-i100. A species tree was inferred from 100 most parsimonious informative loci from the ONE data set using a summary coalescent approach. Individual gene trees were estimated in RAxML. Next, 100 multilocus bootstraps were generated by sampling loci with replacement and performing nonparametric bootstrapping by sites of each locus. The resampled data sets were used to infer species tree in ASTRAL-II. Black circles indicate internal nodes with 100% bootstrap support. Internal nodes with bootstrap values less than 100 are shown in white circles.
fig. S7
. Species tree for TWO-p70 data set. Unpartitioned concatenated analyses and summary coalescent approaches show highly concordant relationships. Maximum likelihood trees were estimated in RAxML with 20 searches for the best tree and the GTR GAMMA model of nucleotide substitution. For the summary coalescent approach, individual gene trees were first estimated in RAxML. Next, 100 multilocus bootstraps were generated by sampling loci with replacement and performing nonparametric bootstrapping by sites of each locus. The resampled data sets were used to infer species tree in ASTRAL-II. Black circles indicate internal nodes with 100% bootstrap support for both analyses and internal nodes with bootstrap values less than 100 are shown in white circles (support for species tree on the left and concatenated RAxML on the right). table S4 . Model test results for the ONE-p70 and TWO-p70 data sets. Comparison of model tests among three transition rate models (ARD, ER, and IR) on our ONE-p70 and TWO-p70 data sets. The weighted AIC scores (AICw) were used to determine number (out of 1000) of simulations to perform under each model for the "MIXED" model. Results for each model also include the forward (qRG) and reverse (qGR) rates, the likelihood score (lnL), the corrected AIC scores (AICc), and the number of estimated parameters (k). Transition rate matrices and alignments are described in the main text. Results from marginal ancestral state reconstructions and stochastic character mapping using the ONE and TWO data set as input. Model fitting results include the forward (qRG) and reverse (qGR) rates, standated error for the estimated rates (SE), the Akaike information criteria score (AIC), the weighted AIC scores (wAIC), and the likelihood scores (lnL). During stochastic character mapping, the transition rate matrix was either fixed at its maximum likelihood estimate for all simulations (Q = fixed), or a new transistion rate matrix was sampled by bayesian mcmc for each simulation (Q = mcmc). Results from the stochastic character include the number (average, minimum, maximum) and type (forward, reverse) of transitions between green and red blood for New Guinea lizards estimated from 1000 stochastic mappings. Alignments and models used are described in the main text. 
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